Fusarium pathogens represent a major constraint to wheat and barley production worldwide. To facilitate future comparative studies of Fusarium species that are pathogenic to wheat, the genome sequences of four Fusarium pseudograminearum isolates, a single Fusarium acuminatum isolate, and an organism from the Fusarium incarnatum-F. equiseti species complex are reported.
D
iseases incited by Fusarium pathogens are among the major biotic constraints on wheat and barley crop production (1) . Furthermore, many cereal-infecting fusaria produce mycotoxins that are hazardous to humans and animals. Fusarium pathogens can cause three diseases on cereals (head blight, crown rot, and root rot), depending on the host developmental stage. Head blight disease causes enormous losses in northern hemisphere production areas, while crown rot is prevalent in arid regions. In Australia, crown rot is responsible for annual losses of~$100 million in the wheat and barley industries (2, 3) . In drier wheat-growing regions, Fusarium pseudograminearum, causing crown rot disease, predominates (4) (5) (6) and is the most commonly identified species in Australian wheat fields. The Fusarium incarnatum-F. equiseti species complex (FIESC) and Fusarium acuminatum isolates, which are less often associated with major disease epidemics, are regularly identified as co-occurring with the other pathogens in field surveys (4, 7) . To undertake comparative analyses, six separate genomes covering three Fusarium species were sequenced.
Isolates from the CSIRO Plant Industry Fusarium collection (Brisbane, Australia) were selected for sequencing after confirming species identifications by sequencing the elongation factor 1 alpha gene (8) . Four F. pseudograminearum isolates were chosen (Table 1 ) from different provenances to augment the already existing F. pseudograminearum genome (9) . Single isolates of F. acuminatum and a FIESC member (10) confirmed as species 5 (K. O'Donnell, personal communication) were also sequenced ( Table 1 ). All isolates were tested for virulence on wheat using a laboratory assay for crown rot infection (9) .
Illumina TruSeq DNA sequencing libraries were constructed from in vitro-grown mycelium-derived DNA. The average insert size range was 383 to 494 bp. Bar-coded samples were sequenced with HiSeq 2000 100-bp paired-end reads. In Yabi (11), the read sequences were assessed for quality with FastQC v0.10.0 (12). 
